Supplementary Figure 2.
Comparison between expression change (EC)-based method and random forest algorithm (RF)-based method using tissue data from The Cancer Genome Atlas. Sensitivity and specificity of every combination consisting of ones in the top 20 microRNA (miRNA) candidates of each method were calculated and were grouped by the number of miRNAs in combinations. As the number of miRNAs increased in combinations, both mean sensitivity and mean specificity of EC-based method can reach a high level, which presented a more balanced performance than RF-based method. 
